ABSTRACT Aeromonas bacteria are able to cause disease in a wide range of animals from humans to fish. In this article, we report the draft whole-genome sequences of 10 Aeromonas strains from clinical and environmental sources. These genome sequences will provide a repository of information for further investigations into the pathogenicity of this enigmatic pathogen.
QUAST, and the number of annotated coding sequences (CDS) for each aeromonad genome is shown in Table 1 . The sequences will provide a great resource for further investigations into the physiology and pathogenicity of the Aeromonas genus.
Data availability. The reads used for assembly of the 10 annotated aeromonad genomes were deposited in the European Nucleotide Archive (ENA) at the European Molecular Biology Laboratory (EMBL) under the accession number PRJEB31025. The specific accession numbers for each sample are supplied in Table 1 . The versions described in this paper are the first versions.
